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Tuberculosis (TB) is a leading cause of infectious mortality worldwide, killing approximately 1.5 million people each year ([@B1]). In an earlier work, we determined that New Zealand isolates of the *Mycobacterium tuberculosis* complex were dominated by lineage 4 (Euro-American: 37.8%; 95% confidence interval \[CI\], 33.6 to 42.2%), followed by lineage 1 (Indo-Oceanic: 22.6%; 95% CI, 19.1 to 26.5%), lineage 2 (East Asian: 19.5%; 95% CI, 16.2 to 23.3%), and lineage 3 (East-African Indian: 17.7%; 95% CI, 14.5 to 21.3%) ([@B2]). In lineage 4 (Euro-American), 75 of the 184 isolates were in clusters (40.8%; 95% CI, 33.9 to 48.0%). The largest of these clusters belonged to the so-called Rangipo genotype based on 24-locus mycobacterial interspersed repetitive-unit--variable-number tandem-repeat (MIRU-VNTR) typing.

In 2001, an analysis of an outbreak of TB in New Zealand, which occurred between November 1996 and May 2000, was reported ([@B3]). Forty-three of the 61 TB cases were confirmed to belong to the outbreak by IS*6110*-based restriction fragment length polymorphism (RFLP) typing of the isolates, with the remaining 18 cases determined by epidemiological contact tracing. One of the patients had served a prison sentence in the Tongariro/Rangipo Prison in 1998 and, as a result, the strain subsequently became referred to as the Rangipo strain ([@B4]).

Here, the genomic DNA of a Rangipo isolate, NZ494, was sequenced using an Illumina MiSeq instrument. A total of 2,128,439 paired-end reads were mapped to the *M. tuberculosis* strain H37Rv reference genome (accession no. AL123456/NC_000962) by the Burrows-Wheeler Aligner ([@B5]). This yielded an average read depth of 45-fold, covering 99.5% of the H37Rv genome. Variants relative to the H37Rv reference genome were called using the SAMtools analysis suite, and variant annotation was performed using SnpEff ([@B6], [@B7]). A 4,292,219-bp draft genome assembly of 179 contigs was assembled *de novo* using the SPAdes assembler (version 3.7) ([@B8]).

A total of 851 variant sites were identified relative to the H37Rv genome and consisted of 782 single-nucleotide variants (SNVs) and 69 insertions/deletions. Five hundred eighty-seven of the variants were nonsynonymous, of which 549 were SNVs and 38 were insertions/deletions. The genome of Rangipo isolate NZ494 did not display high-confidence single-nucleotide polymorphisms in genes correlating with antimicrobial drug resistance when analyzed using the PhyResSE database ([@B9]), which was consistent with the isolate's drug-susceptible phenotype.

An outbreak of TB in 2002 in Hawke's Bay involving 19 active cases of Rangipo TB was associated with a high rate of transmission, as determined by the presentation of TB disease or latent TB infection in 16.4% and 20.0%, respectively, of household or other close contacts ([@B6]). The reasons underlying the potentially high infectivity of the Rangipo strain are not known. Therefore, investigations on the virulence and antigenic determinants of the Rangipo genotype of *M. tuberculosis* are needed to generate a better understanding of its inherent propensity to transmit and cause disease in relation to other strains of the bacterium.
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This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession no. [LXWG00000000](http://www.ncbi.nlm.nih.gov/nuccore/LXWG00000000).
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